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1 MSA length = 489
------------------- .AIGTGTTACGTCATCCATCCACCAGCTACGCTTCTGGAAATTACCTTGTCGCA— e e oo —T.AICA.A.A.ACTTIAG-C-TTAAIAIAA-A CITATACT— e e e e e oo AGTTT AIAAG TTA
AATGTAC TATATATGTTACGTCATCCATCCACCAGCTACGCTTCTGGAAATTACCTTGTCGCA - = = = = = = = = - TGCACCAACACCA-CACTTGAGCATCCCTAGCCTTAATACAACCGAGACABMCCTATACTTGC- - - - - - - TGTGGA CEBAATGTEBBGAAAART - -
AATGTAC TATATATGTTACGTCATCCATCCACCAGCTACGCTTCTGGAAATTACCTTGTCGCA - = = = = = = = = - TGCACCAACACCA-CACTTGAGCATCCCTAGCCTTAATACAACCGAGACABMCCTATACTTGC- - - - - - TGTGGA CHRCBAATGTEBEBGAAAANT - -

ALTATAT AT AT ATGT T ACETCAT COATCCACCAGCTACECTTETOOAAACTACCTTOTCOCA - o e LT T T
___________ TGCACCAACACCATCACTTGAGCATCCCTAGCCTTAATACAACCGAGACACCTATACTTGC-------TGTGGA CRCEBAATTTEEGAAAA
CCTATACTTGC=-=--~---- TGTGGA CCEBAATTT

___________ TGCACCAACACCATCACTTGAGCATCCCTAGCCTTAATACAACCGAGACA GAAAA

ATAGTBEEA - - - - - - - ABATATGTTACGTCATCCATCCACCAGCTACGCTTCTGGAAATTACCT TGTGCA - - - -« -« e - e e et e CCTHTECTTGCAAACTCTTGCAAA
ATAATARAA- - - -T - - -JATATATGTTACGTCATCCGTCCACCAGCTACGCTTCTGAAAACT CCTTATCACA ---------------------- ATCACTTG-==--=mm=mn=- TTAATAC- - = - - s - oo oo e e e oo m oo TAACTCATTCAAA
ATAATARAA- - - -T THTATATGTTACGTCATCCGTCCACCAGCTACGCTTCTGAAAAC ACA ---------------------- ATCAATTG ===« memn=- TTAATAC- - = - - s - oo e o oo e oo m oo TAACTCTTTCAAA
ATAATABAA- - - -T THTATATGTTACGTCATCCGTCCACCAGCTACGCTTCTGAAAAC ACA ---------------------- ATCAATTG ===« memn=- TTAATAC- - = - - s - oo e o oo e oo m oo TAACTCTTTCAAA
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bed uf.bed g 1l.bed fm_1.bed O O bcIn.fa_aln.fa_cl.fa_gs.fa_ce.fa After TEtrimmer 489 bp

size: 489bp; fragments: 53; full length: 0 (>=440.1bp)
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asta.b.bed uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fe
size: 938bp; fragments: 39; full length: 0 (>=844.2bp)
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size: 237bp; fragments: 26; full length: 17 (>=213.3bp)

TE: Itr 1 family 12
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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